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TRENDS in Genelics

Figure 2. Properties of binding motifs for bacteria, yeast and multicellular eukaryotes. (a) The bar chart displays the minimum required information content for bacteria,
yeast and multicellular eukaryotes (red), and the mean information content of TF-binding motifs (blue) for 98 bacterial [21], 124 yeast [22] and 123 multicellular [20]
eukaryotic motifs. The error bars are + 1 SD for the information content and for I, the error bars represent the variability in that quantity because of the range of genome
sizes M. The blue circles on top of the bar for bacteria indicate the average information content from several other TF-binding motif databases (Table S6). Below each series
inthe bar chart, we display an example of the sequence logo for a binding motif with close to average information content. The chart demonstrates that bacterial TF-binding
motifs are infformative enough to make spurious hits to the genomic background unlikely, in contrast to yeast and multicellular eukaryotic motifs. (b) The distributions of
information content of motifs from the three representative databases cited above. The ranges of required information (/) are marked in red. Most bacterial motifs have /
= Dmire whereas almost all eukaryotic motifs do not. (e} The average properties of TF-binding motifs, and the expected number and spacing between the spurious sites per
genome in bacteria, yeast and multicellular eukaryotes.
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